
Supplemental Figure S1
Quantitative gene expression analysis of K/BxN popliteal LNs. The cDNA from popliteal LNs from 15- to 16-week-old five sick FcRn+/–, five sick FcRn–/–, and 
five heathy FcRn–/– mice was prepared and analyzed individually for expression of the genes indicated. Comparison of five healthy FcRn–/– mice with (A) five 
sick FcRn+/– mice and (B) five sick FcRn–/– mice show a similar pattern of gene expression changes. (C) No significant expression changes were detected 
when five sick FcRn–/– and five sick FcRn+/– mice were compared. Of 96 ImmunoQuantArray genes analyzed, 82 were expressed with Ct values below a 
37.5 cycle cutoff, and thus were eligible for GPR analysis. The number of genes qualifying as normalizers (because they showed no significant expression 
changes) is indicated. # Hits (and the fractional GPR score) indicates the number (and fraction) of normalizer genes that suggested that there was a signifi-
cant (P ≤ 0.05) expression change of the test gene in the experimental cohort comparison. GPR scores greater than or equal to 0.4 are considered highly 
reliable. Fold changes, up (red) or down (green), are based on normalization to TATA box–binding protein (TBP).


